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This script is developed to process the redundancy problem of sequence reads from NGS technology. We encou
rage the users to input adaptor-trimed reads for processing. Otherwise, you may decide that only the first M nucle
otides be processed. For example, if you choose 25, then only the first 25 nuclectide will be processed; the sequ

ence since the 26th nucleotide will be ignored because they could be adaptor. This script tabulates the copy num
ber of reads (read count) and outputs them according to a descending order of copy number. For example, if the

input file is example fna, then the output files are example 1. NRP fna and example 2 NRP fna, where the former in
cludes the reads whose copy numbers are not less than 10 and the latter includes the reads whose copy numbers
are between 5 and 9.

Instruction:
STEP1. Choose input FASTA file thru File/Open File

STERP2. Select the prefix len to remain or use Al
STEP3. Press GEMERATE button

[t may need some time |r‘|5tr|_j|:ti —

STEFT. Choose input FASTA file thru FilefOpen File..
STERZ. Select the prefix length of reads to remain or use All.
STERZ. Press GEMERATE button to process

It may need some time to processl|




NRP instruction

Help

Instruption | Pasemeter | Statistc|

Input |D ADocuments\bdy_Papers09_TMARS 2010_07_1 3\ nterface_0526_NE Wi

Output D\Docomentsbdy_Papersi09_URMARE_2010_07_13\nterface 0520 _]

Length iy

(%) User-Defined

18 19 20 21

’_ Grenerate J

|[Caunti.ug the number of reads 10 input file] Completed. 1009 of task.
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File Help

[ Insh'u.cti.on” Pa.tameber]é S tatistic |

Accumulation of Non-Redundant Reads

Chart Package: hitp Awww ifree omgffreechant’

Numbers of Non-Redundant Reads
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Simple statistics of alignment result.



NRP Instruction

>ILLUMINA:Z2:1:1024:3541#0/1
AL A TTTTC TATC TTTATTCARC TTCCATATACTTALTG
>ILLUMINA:Z2:1:1024: 200894071
AGGGATAGATAAAGATATAATCATAAGAATTATATTTTAL
>ILLUMINA:Z2:1:1025:2375#0/1
CTCATTGALTGGARATGAL GGG TCATCATC TAATGGRR
>ILLUMINA:Z2:1:1025:9576#0/1
AGACGTATGCAGC TGGTAAATGATGCACACCTAACTGGAT
>ILLUMINA:Z2:1:1025:12667H0/1
ATGACCATG G AGCATGGTAATAALGTGTTATTTACAGRR
*ILLUMINA:Z2:1:1025:5856#0/1
GELACAATATATCCCCCTCAAACCCAGTGAGGAGAGALRC
>ILLUMINA:Z:1:1025:153260§0/1
GATGCA A CAGAATTTGGAC TARAGGTAC AGAGGGTGGC
>ILLUMINA:Z2:1:1026: 140660/ 1
ATTCAMARGCTAGCAGRAAGGCARGLARTAACTALGATCAG
>ILLUMINA:Z:1:1026:13797H0/1
GCAGTC TGO AR TTTGTATGAATTAC TGO TTCCALCGALRT

Original input file

*NR1 &3
CoCGACCTCR
*NRZ 63
GTCCAGTTTTCCCAGGARTCCOC
*NER3 56
GCATTGGTGETTCAGTGGTAGA
*NE4 54
CGCCTTGHECCGETAC BGC AG GGG
*NR5 51
CGCGACCTCAGATCAGACGTGA
*NR& 51
TCCCTGAGACCCTARCTTGTGA
*NR7T 46
AGCAGCATTGTACAGGGCTATG
>NRS 45
TGGCTCAGTTCAGCZAGGLACAG
*NES 44
ACGCGACCTCAGATCAGRACGTS

mem—t_sequence |

Output alignment file



